Severe acute respiratory syndrome (SARS) emerged in 2003, as a new epidemic form of life-threatening infection. As of 26th September 2003, there were 8422 cases of SARS from 29 countries with 908 deaths (WHO). However, the pathogenesis of SARS is poorly understood. To understand the host response to this pathogen, we profiled the gene expression patterns of peripheral blood mononuclear cells (PBMC) from SARS patients compared to healthy controls using one of the latest techniques, high density oligonucleotide expression probe array (HG-Focus array, Gene Chip, Affymetrix, Santa Clara, CA). High-density oligonucleotide microarray is a promising approach for high throughput analysis. It has been extensively used in many areas of biomedical research for different purposes. Thus we could compare the expression levels of thousands of genes which are differentially expressed in SARS patients over healthy controls. Among the most prominent findings, we observed 2 to 200-fold increased expression of transcripts of various genes. This enabled us to classify and cluster genes by functional families as well as to understand known genes in signaling pathways.
Fig.2:
Unweighted average linkage hierarchical clustering was applied using Genesis1.2 program. Clustering of gene expression data from 10 SARS patients showing different classes of gene expression profiles. Each row represents a separate gene and each column a separate SARS patient. Student's unpaired T-test (P <0.01) was performed and 248 differentially expressed genes were selected. Expression index for each gene (rows) in each sample (column) is indicated by a color code. The color scale ranges from saturated green for log ratios -5.0 and above to saturated red for log ratios 5.0 and above. Red indicates increased gene expression levels, whereas green indicates decreased levels compared with normal samples.
In the figure, S1-S10 denotes SARS samples 1-10. 
UP REGULATED GENES

FCGR3A
C1 C2 S1 S2 S3 S4 S5 S6 S7 S8 S9 S10 C1 C2 S1 S2 S3 S4 S5 S6 S7 S8 S9 S10 C1 C2 S1 S2 S3 S4 S5 S6 S7 S8 S9 S10 C1 C2 S1 S2 S3 S4 S5 S6 S7 S8 S9 S10 C1 C2 S1 S2 S3 S4 S5 S6 S7 S8 S9 S10 Fig.1 Fold change scatter plot.
Scatter plot represents fold changes of differentially expressed transcripts. 
Real-time RT-PCR analysis
Expression by microarray analysis compared with Real-time RT-PCR analysis.
Expression of all the five genes by real-time RT-PCR was compared with their expression levels by microarray analysis (Table. 2). The real-time PCR method verified the results of the gene array analysis and showed that those genes that were up-regulated as determined by microarray analysis found to be up-regulated by real-time PCR analysis. The immune response in patients with SARS: Differential gene expression profiling
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